Serratia marcescens is an opportunistic pathogen that causes respiratory, urinary, and digestive tract infections in humans. Here, we describe the annotation of Serratia marcescens myophage MyoSmar. The 68,745-bp genome encodes 105 predicted proteins and is most similar to the genomes of Pseudomonas PB1-like viruses.
the left boundary (17) . Based on a genome-wide comparison using progressiveMauve v.2.4.0, MyoSmar is most closely related to Escherichia phage ECML-117 (GenBank accession number JX128258), with 17.41% nucleotide identity and 47 similar proteins (18) . Despite lower nucleotide identity, MyoSmar also shares at least 49 proteins with various Pseudomonas phages, including Pseudomonas phage PB1 (GenBank accession number EU716414). While the PB1-like viruses primarily infect Pseudomonas species, the genome organization and size similar to those of the PB1-like viruses indicate that S. marcescens phage MyoSmar may fit into this group of phages, which are reported to be isolated from and present within metagenomic data sets from diverse global environments (19) .
Data availability. The genome sequence and associated data for phage MyoSmar were deposited under GenBank accession number MN062189, BioProject accession number PRJNA222858, SRA accession number SRR8869239, and BioSample accession number SAMN11360398.
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